consolidated using the overlapping sequence of the genomic clone and the cDNAs. To reconstitute the phyB gene, the genomic clone G8.2 and cDNA AO were fused using the unique PstI restriction site. The predicted amino acid sequence was compared with those of potato, Arabidopsis, and rice using the protein analysis program PROSIS 6.0 (Hitachi, Inc., Tokyo, Japan). The overall similarity of the PHY B amino acid sequences is strikingly high (see Table I ). The amino termini of the solanaceous species tobacco and potato are
